and C). Enzyme mix A [3 μL NEBBuffer 2.1 (New England BioLabs, Ipswich, MA), 1 μL StyI, 1 μL RsaI] and 25 μL sample were incubated at 37˚C for 50 min followed by 65˚C for 60 min. Enzyme mix B (3 μL NEBBuffer 2.1, 2 μL Tsp45I, 1 μL Tfil and 1 μL BamHI) and 23 μL sample were incubated at 37˚C for 50 min followed by 65˚C for 60 min. For enzyme mix C, 3 μL NEBBuffer 2.1, 2 μL HpyCH4III, and 23 μL sample were incubated at 37˚C for 50 min. Hereafter, 1 μL PfIMI and 1 μL PfIFI were added and incubated at 37˚C for 15 min followed by 65˚C for 60 min. One sample treated with enzyme mix A was pooled with a sample treated with enzyme mix B and a sample treated with enzyme mix C. Each pool of samples was prepared for sequencing using TruSeq DNA Sample Preparation kit (Illumina, San Diego, CA) following the manufacturer's procedures. Pairedend sequencing (2 x 250 cycles) was performed on the Illumina MiSeq platform using the Illumina MiSeq Reagent Nano kit v2 (500 cycles).
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